
BEST AVAILABLE CX)PY 



Figure 1 



HSFDEIA 
HSPDEIB 
HSPDEIC . 



MGSSATEIEELENTTFKYLTGEQTEKMWQRLKGI. LRCLVKQLERGDV 47 

MELSPRSPPEMLEESDCPSPLELRSAPSKKMWIKLRSL UIYMVKQLENGEI 51 

MESPTKEZEEFESNSLKYX^PEQXERIWLIOJlGXJUCyKKTSQIUJlSLVKQLERGEA 56 



HSPDEIA 
HiSPDElB 
HSPDEIC. 



N\ArDIJaCNIEyAASVLEAVYXDETRRLLinCTELSOZQTDS\^SEVIU^ 107 
NI££ZJaQILEyTASLLEAVyiDETRQIU>TEDELQELRSDAVPSEVIU>^^ 111 
SWDLfaCMI^AAT\n«ESVYIDETRRLLI>TEDELSDZQSDAVPSEV^^ 116 



HSPDEIA 
HSPDEIB 
HSPDEIC 



TIOCKPEEKPKFRSIVHAVQACIFVERMYIlKTyHMVGIAYPAAV^^ 167 

KGRR^EEKPXFRSZVHAVQAGIFVERMFimTyTSVGPTYSTAVLNa 171 

KLRRSDEKPRFRSIVHAVQAGIFVERMyBilTSMUVG^ 176 
.***.••*•******••*****.*•* •* **• **••# * •*•••* 



HSPDEIA 
HSPDEIB 
HSPDEIC 



NEASGEHSUCFMrm^FTRYDtlNRFKZFVSCLITFAEALEVGYSKyiQ^PyK^ 227 
NQAADDHAUITIVFELLTRHZILISRFKIPTVFUISFLDALETGYGKY^^ 231 
NEASGDKAUCFIFYEUTOYDLISIUlCIPZSALVSFVEALEVGYSKHKNPyZ^^ 236 



HSPDEIA 
HSPDEIB 
HSPDEIC 



TQTVHYIMLHTGIMHWLTELEIIAMV^AAAIHDYEHTGTTNNFHIC^^ 
TQTVHCFLLRlXaiVHCLSEIELIJa IFAAAIHDYEHTGTTNSFHIC 



287 
291 



TQTVHYLLYKTGVANWLTELEIFAZZFSAAIHDyEKTGTT^^ 296 



HSPDEIA 
HSPDEIB 
HSPDEIC 



z2Dn!HVSAAyRIJlQ££E-MHZLZMZ«Sia)DWRDX^ 346 
££NHHZSSVFRI^QDDE-HNZFZNLTKDEFVEtJUaVZE31\n^ 350 
WtttHLSAAYBIAJQBD 356 



HSPDEIA 
HSPDEIB 
HSPDEIC 



QQPEGZDRAKTKSLZLHAADZSHPAKSWKIJmiWTMALMEEFFLQGDK£AEZXn«FFSPLC 406 

QQLERZDRPKALSLLLKAADZSHPTKQWLVHSRWTKALMEEFFRQGDREAELGtFFSPLC 410 

QQPEAZEKPKALSLMUITADZSHPAKAWDUiKRWTKSLLEEFFRjQGDR^^ 416 
** * *•■• *••**•**••**«**•• * ** ••••••• •••••*••«*••«*•'* 



HSPDEIA 
HSPDEIB 
HSPDEIC 



DRKSTMVAQSQZGFZDFZVEPTPSLLTDSTEKZVZPLZEEASKAETS— ™— SYVASS 459 

DRTSTLVAQSQZGFZDFZVEPTFSVLTDVAERSVQPLADEDSKSKMQP SFQWRQFS 466 

DRKSTKVAQSQVGFZOFZVEPTFTVLTDKrEKrV^PLZDETSQTGGTGQRRSSLNSZSSS 476 



HSPDEIA 
HSPDEIB 
HSPDEIC 



STTZVGLHZA DALRRSNTKGSHSDGSYSPDYSLAAVDLKSFKNNL 504 

LDVEVGDPNP DWSFRSTWVKRZQENKQKWKERAASGZTNQMS— 509 

OAlOlSGVICXSGSEGSAPZNIISVZSVDyKSFKATWTEVVHZNRERWRAKVPKEEK^^ 536 



HSPDEIA 
HSPDEIB 
HSPDEIC 



VDZZQQNKERWK — ELAAQEARTSSQKCEPZHQ— — — — 535 

ZOELSPCEEEAP — PSPAEDEHNQNGNLD t- 536 

EKARZJUEEQQKEHEAKSQAEEGASGKAEKKTSGETKIIQVMGTRAN^ 596 



HSPDEIA 
HSPDEIB 
HSPDEIC 



(SEQIDNO:22) 

":"i:::::::iziziiiiii""iiii.-ii--- (seq id no:3) 

SSGBQQQNGDFKDGKNKTDKKDHSNZGNDSKKTDDSQE 634 (SEQ ID NO: 23) 



BEST AVAILABLE COPY 



Figure 4A 




N-terminal sequences of PDEl A splice variants 



1 mgssateieelentt; 

1 



'KYLTGEQTEKMWQRLKGI LRCLVKQLERC DVNWDLKKNI E YAA 



lllllllll 



MDDHVTIRKKHLQRPIFRLRCLVKQLERCDVNWDLKKNIEYAA 



lllllllllll 



(SEQlDN0:6)i 
(SEQIDNO:7)j 



Figure 4B 

PDE1B1_ 
PDE1B2 



N-terminal sequences of PDEl B splice variants 



+ 



1 MELSPRSPPEMLEESDCPS ?LELKSAPSKKMWIKLRSLLRYMVK( LENGEINIEELKKNL (SEQ ID NO* 8) 



MM 



MANPVPVQRSHLQGPILRLRYMVK( 'LENGEINIEELKKNL ' 

It -k * -kit -k it it * it it it * It * 



MMMMMMI 



(SEQIDNO:9) 



Figure 4C 



Comparison of the CaM binding domains of the PDEl Al 
and PDE1B2 splice variants 



PDElAl 
PDE1B2 



MDDHVTIRRKHLQRPIFRLRCLVKQLEKpDVNVIDLKKN 

I I I IM M Ml MMI 
MANPVPVQRSHLQGP I LRLRYMVKQLENfeE INI EELKKN 



* itit* it* itit* ***** t 



(SEQ ID NO: 10) 
(SEQ ID NO: 11) 



Figure 4D 



Comparison of the CaM binding domains of the PDE1A2 
andPDElBl splice variants. 



PDE1A2 
PDEIBI 



1 MGSTATETEELENTTFKYLIGEQTEKNWQRLKGILRCLVKQLEK<5DVNVIDLKKNIE (SEQ IDNO:12) 



Ml I II 

1 MELSPRSPPEMLESDCPS(PLELKSAPSKKMWIKLRSLLRYMVKQLEN< 



** ***** \e ** 



II 



[EVNIEELKKNLE 



* *** * 



(SEQ ID NO: 13) 



